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DNA sequence encoding mRNA 



siRNA Duplex Structure 



STAT6(1): AAG C AG G AAG AACTC A AGTFF — ► 5'-G C AG GAAGAACUCAAGUUUtt-3' 

3'-ttCGUCCUUCUUGAGUUCAAA-5' 



[SEQ ID No.1 5] 



STAT6(2): AA AC AG TACGTTACTAG CCTT- 



[SEQ ID No.1] 

5'-ACAGUACGUUACUAGCCUUtt-3' 
3'-ttUGUCAUGCAAUGAUCGGAA-5' 



[SEQ ID No.1 6] 



STAT6(3): AAGAATCAGTCAACGTGTTGT- 



[SEQ ID No.2] 

5'-GAAUCAGUCAACGUGUUGUtt-3' 
3'-ttCU U AG UCAG U UGCACAAC A-5' 



[SEQ ID No.17] 



STAT6(4): AAAG C ACTG G AG AAATCATGA- 



[SEQ ID No.3] 

5'-AGCACUGGAGAAAUCAUCAtt-3' 
3'-ttUCGUGACCUCUUUAGUAGU-5' 



[SEQ ID No.1 8] 



[SEQ ID No.4] 



Figure 1 
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1= STAT6(1) siRNA 

2= STAT6(2) siRNA 

3= STAT6(3) siRNA 

4= STAT6(4) siRNA 

5= GAPDH siRNA 

6= scGAPDH siRNA 

1~ untreated cells 

8= untreated + IL-4 

9= molecular weight markers 



1= STAT6(1) siRNA 
2= STAT6(2) siRNA 
3= STAT6(3) siRNA 
4= STAT6(4) siRNA 
cont = scGAPDH siRNA 



Figure 2 



WO 2005/083083 



3/19 



PCT/GB2005/000721 





- Tit S&iOSFV 3 



/{MS 




rt'y /rrr n J i ».i ' i >:v" 



E- 



V. 



J 




I 

3? 

e 



Figure 3 



SUBSTITUTE SHEET (RULE 26) 



WO 2005/083083 



4/19 



PCT/GB2005/000721 



NM 003153 [gi:23397677] 

LOCUS NM_003153 3993 bp mRNA linear PRI 27-OCT-2004 

DEFINITION Homo sapiens signal transducer and activator of transcription 6, 

interleukin-4 induced (STAT6), mRNA. 
ACCESSION NM„003153 
VERSION NM„003153.3 Gl =23397677 

KEYWORDS . 

SOURCE Homo sapiens (human) 
ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

COMMENT REVIEWED REFSEQ : This record has been curated by NCBI staff. The 
reference sequence was derived from B CQ05823.2 and BQQ28928.1 . 
On Oct 1, 2002 this sequence version replaced gi: 21 536302 . 

Summary: The protein encoded by this gene is a member of the STAT 
family of transcription factors. In response to cytokines and 
growth factors, STAT family members are phosphorylated by the 
receptor associated kinases, and then form homo- or heterodimers 
that translocate to the cell nucleus where they act as 
transcription activators. This protein plays a central role in 
exerting IL4 mediated biological responses. It is found to induce 
the expression of BCL2L1/BCL-X(L), which is responsible for the 
anti-apoptotic activity of IL4. Knockout studies in mice suggested 
the roles of this gene in differentiation of T helper 2 (Th2) 
cells, expression of cell surface markers, and class switch of 
immunoglobulins. 
FEATURES Location/Qualifiers 
source 1..3993 

/organism="Homo sapiens" 

/moLtype="mRNA" 

/db_xref="taxon:9606" 

/chromosome="12" 

/map="12q13" 
gene 1..3993 

/gene="STAT6 M 

/note="synonyms: STAT6B, STAT6C, D12S1644, IL-4-STAT 
/db_xref= H GenelD:e778 ,, 
/d b_x ref =" M I M : 601512" 
CDS 272. .2815 

/gene= n STAT6 n 

/note='STAT, interleukin4-induced; transcription factor 
IL-4 STAT; 

go_component: nucleus [goid 00056341 [evidence IE A]; 
go_function: signal transducer activity [goid 0004871 ] 
[evidence IEA]; 

go_function: transcription factor activity [goid 0003700 ] 

Figure 4 
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[evidence TAS] [pmid 10747856]; 

go_process: intracellular signaling cascade [goid 0007242 ] 
[evidence IEA]; 

go_process: regulation of transcription from Pol II 
promoter [goid 0006357 1 [evidence TAS] [pmid 8810328]" 
/codon_start=1 

/product="signal transducer and activator of transcription 
6" 

/protein id=" NP 0O3144.3 " 
/db_xref ="G 1 :23397678" 
/db_xref =" G ene I D : 6778" 
/db xref="MIM: 601 512 " 

/translation="MSLWGLVSKMPPEKVQRLYVDFPQHLRHLLGDWLESQPWEFLVG 

SDAFCCNLASALLSDTVQHLQASVGEQGEGSTILQHISTLESIYQRDPLKLVATFRQI 

LQGEKKAVMEQFRHLPMPFHWKQEELKFKTGLRRLQHRVGEIHLLREALQKGAEAGQV 

SLHSLIETPANGTGPSEALAMLLQETTGELEAAKALVLKRIQIWKRQQQLAGNGAPFE 

ESLAPLQERCESLVDIYSQLQQEVGAAGGELEPKTRASLTGRLDEVLRTLVTSCFLVE 

KQPPQVLKTQTKFQAGVRFLLGLRFLGAPAKPPLVRADMVTEKQARELSVPQGPGAGA 

ESTGEIINNTVPLENSIPGNCCSALFKNLLLKKIKRCERKGTESVTEEKCAVLFSASF 

TLGPGKLPIQLQALSLPLVVIVHGNQDNNAKATILWDNAFSEMDRVPFVVAERVPWEK 

MCETLNLKFMAEVGTNRGLLPEHFLFLAQKIFNDNSLSMEAFQHRSVSWSQFNKEILL 

GRGFTFWQWFDGVLDLTKRCLRSYWSDRLIIGFISKQYVTSLLLNEPDGTFLLRFSDS 

EIGGITIAHVIRGQDGSPQIENIQPFSAKDLSIRSLGDRIRDLAQLKNLYPKKPKDEA 

FRSHYKPEQMGKDGRGYVPATIKMTVERDQPLPTPELQMPTMVPSYDLGMAPDSSMSM 

QLGPDMVPQVYPPHSHSIPPYQGLSPEESVNVLSAFQEPHLQMPPSLGQMSLPFDQPH 

PQGLLPCQPQEHAVSSPDPLLCSDVTMVEDSCLSQPVTAFPQGTWIGEDIFPPLLPPT 

EQDLTKLLLEGQGESGGGSLGAQPLLQPSHYGQSGISMSHMDLRANPSW" [SEQ ID No.9] 

polyA signal 3924..3929 

/gene="STAT6" 
polyA site 3950 

/gene="STAT6" 

/evidence=experimental 
polvA site 3969 

/gene="STAT6" 

/evidence=experimental 

Figure 4 (continued) 
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polvA site 3978 

/gene="STAT6" 
/evidence=experimental 

ORIGIN 

1 ccggaaacag cgggctgggg cagccactgc ttacactgaa gagggaggac gggagaggag 
61 tgtgtgtgtg tgtgtgtgtg tgtgtgtgta tgtatgtgtg tgctttatct tatttttctt 
121 tttggtggtg gtggtggaag gggggaggtg ctagcagggc cagccttgaa ctcgctggac 
181 agagctacag acctatgggg cctggaagtg cccgctgaga aagggagaag acagcagagg 
241 ggttgccgag gcaacctcca agtcccagat catgtctctg tggggtctgg tctccaagat 
301 gcccccagaa aaagtgcagc ggctctatgt cgactttccc caacacctgc ggcatcttct 
361 gggtgactgg ctggagagcc agccctggga gttcctggtc ggctccgacg ccttctgctg 
421 caacttggct agtgccctac tttcagacac tgtccagcac cttcaggcct cggtgggaga 
481 gcagggggag gggagcacca tcttgcaaca catcagcacc cttgagagca tatatcagag 
541 ggaccccctg aagctggtgg ccactttcag acaaatactt caaggagaga aaaaagctgt 
601 tatggaacag ttccgccact tgccaatgcc tttccactgg aagcaggaag aactcaagtt 
661 taagacaggc ttgcggaggc tgcagcaccg agtaggggag atccaccttc tccgagaagc 
721 cctgcagaag ggggctgagg ctggccaagt gtctctgcac agcttgatag aaactcctgc 
781 taatgggact gggccaagtg aggccctggc catgctactg caggagacca ctggagagct 
841 agaggcagcc aaagccctag tgctgaagag gatccagatt tggaaacggc agcagcagct 
901 ggcagggaat ggcgcaccgt ttgaggagag cctggcccca ctccaggaga ggtgtgaaag 
961 cctggtggac atttattccc agctacagca ggaggtaggg gcggctggtg gggagcttga 
1021 gcccaagacc cgggcatcgc tgactggccg gctggatgaa gtcctgagaa ccctcgtcac 
1081 cagttgcttc ctggtggaga agcagccccc ccaggtactg aagactcaga ccaagttcca 
1 1 41 ggctggagtt cgattcctgt tgggcttgag gttcctgggg gccccagcca agcctccgct 
1201 ggtcagggcc gacatggtga cagagaagca ggcgcgggag ctgagtgtgc ctcagggtcc 
1261 tggggctgga gcagaaagca ctggagaaat catcaacaac actgtgccct tggagaacag 
1321 cattcctggg aactgctgct ctgccctgtt caagaacctg cttctcaaga agatcaagcg 
1381 gtgtgagcgg aagggcactg agtctgtcac agaggagaag tgcgctgtgc tcttctctgc 
1 441 cagcttcaca cttggccccg gcaaactccc catccagctc caggccctgt ctctgcccct 
1501 ggtggtcatc gtccatggca accaagacaa caatgccaaa gccactatcc tgtgggacaa 
1561 tgccttctct gagatggacc gcgtgccctt tgtggtggct gagcgggtgc cctgggagaa 
1621 gatgtgtgaa actctgaacc tgaagttcat ggctgaggtg gggaccaacc gggggctgct 
1681 cccagagcac ttcctcttcc tggcccagaa gatcttcaat gacaacagcc tcagtatgga 
1 741 ggccttccag caccgttctg tgtcctggtc gcagttcaac aaggagatcc tgctgggccg 
1801 tggcttcacc ttttggcagt ggtttgatgg tgtcctggac ctcaccaaac gctgtctccg 
1861 gagctactgg tctgaccggc tgatcattgg cttcatcagc aaacagtacg ttactagcct 
1921 tcttctcaat gagcccgacg gaacctttct cctccgcttc agcgactcag agattggggg 
1981 catcaccatt gcccatgtca tccggggcca ggatggctct ccacagatag agaacatcca 
2041 gccattctct gccaaagacc tgtccattcg ctcactgggg gaccgaatcc gggatcttgc 
2101 tcagctcaaa aatctctatc ccaagaagcc caaggatgag gctttccgga gccactacaa 
2161 gcctgaacag atgggtaagg atggcagggg ttatgtccca gctaccatca agatgaccgt 
2221 ggaaagggac caaccacttc ctaccccaga gctccagatg cctaccatgg tgccttctta 
2281 tgaccttgga atggcccctg attcctccat gagcatgcag cttggcccag atatggtgcc 
2341 ccaggtgtac ccaccacact ctcactccat ccccccgtat caaggcctct ccccagaaga 
2401 atcagtcaac gtgttgtcag ccttccagga gcctcacctg cagatgcccc ccagcctggg 
2461 ccagatgagc ctgccctttg accagcctca cccccagggc ctgctgccgt gccagcctca 
2521 ggagcatgct gtgtccagcc ctgaccccct gctctgctca gatgtgacca tggtggaaga 
2581 cagctgcctg agccagccag tgacagcgtt tcctcagggc acttggattg gtgaagacat 
2641 attccctcct ctgctgcctc ccactgaaca ggacctcact aagcttctcc tggaggggca 
2701 aggggagtcg gggggagggt ccttgggggc acagcccctc ctgcagccct cccactatgg 

Figure 4 (continued) 
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2761 gcaatctggg atctcaatgt cccacatgga cctaagggcc aaccccagtt ggtgatccca 
2821 gctggaggga gaacccaaag agacagctct tctactaccc ccacagacct gctctggaca 
2881 cttgctcatg ccctgccaag cagcagatgg ggagggtgcc ctcctatccc cacctactcc 
2941 tgggtcagga ggaaaagact aacaggagaa tgcacagtgg gtggagccaa tccactcctt 
3001 cctttctatc attcccctgc ccacctcctt ccagcactga ctggaaggga agttcaggct 
3061 ctgagacacg ccccaacatg cctgcacctg cagcgcgcac acgcacgcac acacacatac 
3121 agagctctct gagggtgatg gggctgagca ggaggggggc tgggtaagag cacaggttag 
3181 ggcatggaag gcttctccgc ccattctgac ccagggccta ggacggatag gcaggaacat 
3241 acagacacat ttacactaga ggccagggat agaggatatt gggtctcagc cctaggggaa 
3301 tgggaagcag ctcaagggac cctgggtggg agcataggag gggtctggac atgtggttac 
3361 tagtacaggt tttgccctga ttaaaaaatc tcccaaagcc ccaaattcct gttagccagg 
3421 tggaggcttc tgatacgtgt atgagactat gcaaaagtac aagggctgag attcttcgtg 
3481 tatagctgtg tgaacgtgta tgtacctagg atatgttaaa tgtatagctg gcaccttagt 
3541 tgcatgacca catagaacat gtgtctatct gcttttgcct acgtgacaac acaaatttgg 
3601 gagggtgaga cactgcacag aagacagcag caagtgtgct ggcctctctg acatatgcta 
3661 acccccaaat actctgaatt tggagtctga ctgtgcccaa gtgggtccaa gtggctgtga 
3721 catctacgta tggctccaca cctccaatgc tgcctgggag ccagggtgag agtctgggtc 
3781 caggcctggc catgtggccc tccagtgtat gagagggccc tgcctgctgc atcttttctg 
3841 ttgccccatc caccgccagc ttcccttcac tcccctatcc cattctccct ctcaaggcag 
3901 gggtcataga tcctaagcca taaaataaat tttattccaa aataacaaaa taaataatct 
3961 actgtacaca atctgaaaaa aaaaaaaaaa aaa [SEQ ID No.10] 
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NM 009284 [gi:6678154] 

LOCUS NM„009284 3213 bp mRNA linear ROD 28-OCT-2004 

DEFINITION Mus muscuius signal transducer and activator of transcription 6 

(Stat6), mRNA. 
ACCESSION NM_009284 
VERSION NM„009284.1 GI:6678154 
KEYWORDS . 

SOURCE Mus muscuius (house mouse) 
ORGANISM Mus muscuius 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. 
COMMENT PROVISIONAL REFSEQ : This record has not yet been subject to final 

NCBI review. The reference sequence was derived from L47650.1 . 
FEATURES Location/Qualifiers 
source 1..3213 

/organism="Mus muscuius" 
/moLtype= ,, mRNA" 
/db_xref="taxon:1 0090" 
/chromosome="10" 
/map="10 70.0 cM" 
gene 1..3213 

/gene="Stat6" 
/d b_x ref =" G e n e I D : 20852 " 
/d b_x ref =" MG 1 : 103034 " 
CDS 280..2793 
/gene="Stat6" 

/function="DNA-Binding Protein and transcription factor" 
/note= l 'go„component: nucleus [goid 0005634] [evidence IDA] 
[pmid 12093868]; 

go_component: cytoplasm [goid 0005737 ] [evidence IDA] 
[pmid 12093868]; 

go_component: cytoplasm [goid 0005737 ] [evidence IDA] 
[pmid 12634107]; 

gojunction: DNA binding [goid 0003677 1 [evidence IEA]; 
go_function: signal transducer activity [goid 00048711 
[evidence IEA]; 

go_Junction: transcription factor activity [goid 0003700 1 
[evidence IEA]; 

go_process: signal transduction [goid 0007165 ] [evidence 
IEA]; 

go_process: intracellular signaling cascade [goid 0007242 ] 
[evidence IEA]; 

go„process: regulation of cell proliferation [goid 
0042127 1 [evidence IDA] [pmid 12093868]; 
go_process: regulation of transcription, DNA-dependent 
[goid 0006355 1 [evidence IEA]" 
/codon_start=1 

/product="signal transducer and activator of transcription 

Figure 5 
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6" 

/protein id=" NP 033310.1 " 
/db_xref="GI:6678155" 
/db_xref="Genel D: 20852 " 
/db xref="MGl: 1 03034 " 

/translation="MSLWGLlSKMSPEKLQRLYVDFPQRLRHLLADWLESQPWEFLVG 

SDAFCYNMASALLSATVQRLQATAGEQGKGNSILPHISTLESIYQRDPLKLVATIRQI 

LQGEKKAVIEEFRHLPGPFHRKQEELKFTTPLGRLHHRVRETRLLRESLHLGPKTGQV 

SLQNLIDPPLNGPGPSEDLPTILQGTVGDLETTQPLVLLRIQIWKRQQQLAGNGTPFE 

ESLAGLQERCESLVEIYSQLHQEIGAASGELEPKTRASLISRLDEVLRTLVTSSFLVE 

KQPPQVLKTQTKFQAGVRFLLGLQFLGTSTKPPMVRADMVTEKQARELSLSQGPGTGV 

ESTGEIMNNTVPLENSIPSNCCSALFKNLLLKKIKRCERKGTESVTEEKCAVLFSTSF 

TLGPNKLLIQLQALSLSLVVIVHGNQDNNAKATILWDNAFSEMDRVPFVVGERVPWEK 

MCETLNLKFMVEVGTSRGLLPEHFLFLAQKIFNDNSLSVEAFQHRCVSWSQFNKEILL 

GRGFTFWQWFDGVLDLTKRCLRSYWSDRLIIGFISKQYVTSLLLNEPDGTFLLRFSDS 

EIGGITIAHVIRGQDGSSQIENIQPFSAKDLSIRSLGDRIRDLAQLKNLYPKKPKDEA 

FRSHYKPEQMGKDGRGYVSTTIKMTVERDQPLPTPEPQMPAMVPPYDLGMAPDASMQL 

SSDMGYPPQSIHSFQSLEESMSVLPSFQEPHLQMPPNMSQITMPFDQPHPQGLLQCQS 

QEHAVSSPEPMLWSDVTMVEDSCLTQPVGGFPQGTWVSEDMYPPLLPPTEQDLTKLLL 

ENQGEGGGSLGSQPLLKPSPYGQSGISLSHLDLRTNPSW" [SEQ ID No.1 1] 



ORIGIN 

1 gccgctctaa cgcaacacgc cctctgtcgg caggtaattg cactgcccgg tctcacctaa 
61 ctatgcacgt aaacaatcct cactcgggac gaactgggtt gtgcacgctg gacctgggca 
121 agaggaaacc accccaggcc caggtccggg ctcaagcccg cccgattgtc agaagagaac 
181 cgctggacag acctacagac ccatggggct tggtagtgcc ctctgagaga gggagaagat 
241 agcagcgggg ctgccgaggc accctgtata tcccagatca tgtctctgtg gggcctaatt 
301 tccaagatgt ccccagaaaa actgcaacgg ctctatgttg actttccaca acgcctacgg 
361 catctcctgg ctgactggct ggagagccag ccctgggagt tcctggtcgg ttcagatgct 
421 ttctgttaca acatggccag tgccctactt tctgccaccg tccagcgtct tcaggccact 
481 gctggagagc aggggaaggg aaacagcatc ttgccgcaca tcagcacctt ggagagcatc 
541 tatcagaggg accccctgaa gctggtggcc accatcagac aaatacttca aggggagaaa 
601 aaagctgtta tagaagagtt ccgccacctg ccagggccct tccatcggaa gcaggaagaa 
661 ctcaagttta ctacacccct cggaaggctt caccatcgag taagggagac ccggcttctc 

Figure 5 (continued) 
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721 cgagaatctc tacacctagg gcctaagact ggacaagtgt ctctgcagaa tttgatagac 
781 cctcctctca atggtcctgg tccaagtgag gacctgccca ccatactcca ggggactgtg 
841 ggggacctgg agaccaccca gcccctggtt ctgttaagga ttcagatttg gaagcggcag 
901 caacagctgg cagggaatgg cacacccttt gaggagagcc tagcagggct ccaggagagg 
961 tgtgaaagcc tggtggaaat ttattcccag ctccaccagg agattggggc agccagtggg 
1021 gaactggaac ccaagacccg ggcatcgctg ataagccgtc tggatgaagt cctgcgaacc 
1081 cttgtgacca gctctttcct ggtggagaag cagccccccc aggttctgaa gacacagact 
1141 aagttccagg ctggggttcg attcctgctg ggtctgcagt ttctagggac ctcaaccaag 
1201 cctccaatgg tcagagctga catggtgaca gagaaacagg ccagagaact aagtctgtcc 
1261 caggggcccg ggactggagt ggagagcaca ggagagatca tgaacaacac ggtgcccctg 
1321 gagaacagca ttcccagcaa ctgctgctcc gccctgttca agaacctgct cctgaagaaa 
1381 ataaagcgct gtgagcggaa gggcacagag tctgtcaccg aggagaagtg tgctgtgctc 
1441 ttctccacga gcttcacatt gggccccaac aaacttctca tccagcttca ggccctgtct 
1501 ctgtccttgg tggtcatcgt gcatggtaac caagacaaca acgccaaagc taccatccta 
1561 tgggacaatg ccttctctga gatggaccga gtgccctttg tggtgggtga gcgagtgccc 
1621 tgggagaaga tgtgtgaaac cctaaacctc aagtttatgg ttgaggtggg gaccagccgg 
1681 ggactgcttc cagagcactt cctgttcctc gcccagaaga tcttcaacga caacagcctc 
1741 agtgtggagg cctttcagca ccgctgtgtg tcctggtcac agttcaataa ggagatcctg 
1801 ctgggccgag gcttcacatt ttggcagtgg tttgatggtg tcctggacct caccaaacgc 
1861 tgtctccgga gctactggtc agatcggctg atcattggct ttattagtaa gcaatatgtc 
1921 actagccttc tcctcaatga gccagatggg accttcctcc tccgctttag cgactctgag 
1981 atcgggggca tcaccattgc acacgtcatc cggggtcagg atggctcctc acagatagag 
2041 aacatccagc cattttctgc caaagacctg tccattcgct cactggggga ccggatccgg 
2101 gatcttgctc agttaaaaaa cctctacccc aagaaaccca aagatgaggc tttccggagt 
2161 cactataagc ccgaacagat ggggaaggac gggaggggtt atgtctctac tactatcaag 
2221 atgactgtgg aaagggacca gccccttcct actccagagc cccagatgcc tgccatggtg 
2281 ccaccttatg atcttggaat ggcccctgat gcttccatgc aactcagctc agatatgggg 
2341 tatcctccac agtccatcca ctcatttcag agcctagaag agtccatgag tgtactgcca 
2401 tcttttcagg agcctcacct gcaaatgccc cccaacatga gccagataac catgcccttt 
2461 gaccagcctc acccccaggg tctgctgcag tgccagtccc aggaacatgc tgtgtccagc 
2521 cctgaaccca tgctttggtc agatgtgact atggtagagg acagttgcct aactcagcct 
2581 gtgggaggtt tcccccaagg cacctgggtc agtgaagaca tgtaccctcc cctgctgcct 
2641 cccactgaac aggacctcac caagcttctc ctggagaacc aaggggaggg aggagggtcc 
2701 ttaggaagcc agcccctcct gaaaccatct ccttatgggc aatcagggat ctcactgtcc 
2761 cacctggacc taaggaccaa ccccagctgg tgatcccagc tggagaagcc cagaaacaaa 
2821 gcctcttctg tctctatgga ccagctctgg acacctgctc atgcaggtgc cttccgtctc 
2881 aactgttcct tggttaagag aaaagaactg gctgggagac catgtggtgt atggaactgc 
2941 tgtgctctgt cctacctgcc atatcagggc cccccttttc cagcactggg tgcaaaggga 
3001 tgagtggggt gttaatgctc gaatgtgata caactgtatc acaacacaca cgcacacaca 
3061 tacacacaca ccagaactgt gttgagccag ggcctgggac tcaacataca gaaacataga 
3121 gacattgtgc ccaaagacag aggacatata gccctagggc attgaagctg ggctcagtga 
3181 ctctgggagg gagaaaaagg aaaaagtggg tat [SEQ ID No.12] 
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XM 343223 [gi:34865760] 

LOCUS XM_343223 2442 bp rnRNA linear ROD 24-OCT-2003 

DEFINITION Rattus norvegicus similar to signal transducer and activator of 

transcription 6 (LOC362896), rnRNA. 
ACCESSION XM_343223 
VERSION XMJ343223.1 Gl:34865760 
KEYWORDS . 

SOURCE Rattus norvegicus (Norway rat) 
ORGANISM Rattus norvegicus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; 
Rattus. 

COMMENT MODEL REFSEQ : This record is predicted by automated computational 
analysis. This record is derived from an annotated genomic sequence 
( NW 047777 ) using gene prediction method: GNOMON, supported by EST 
evidence . 
Also see: 

Documentation of NCBI's Annotation Process 

FEATURES Location/Qualifiers 
source 1..2442 

/organism="Rattus norvegicus" 

/mol_type="mRNA" 

/strain="BN/SsNHsdMCW" 

/db_xref="taxon:10116" 

/chromosome="7" 
gene 1..2442 

/gene= ,, LOC362896 ,, 

/note="Derived by automated computational analysis using 
gene prediction method: GNOMON." 
/d b_xref =" I n teri m I D : 362896" 
CDS 1..2442 

/gene="LOC362896" 
/codon_start=1 

/product="similar to signal transducer and activator of 

transcription 6" 

/protein id=" XP 343224.1 " 

/db„xref="GI:34865761 " 

/d b_xref =" I n te ri m I D : 362896" 

/translation="MSLWSLVSKMSPEKLQRLYVDFPQHLRHLLAEWLENQPWEFLVG 
SDAFCYNMASALLSATVQRLQASAGEQGKGSSLLQHISTLESIYQRDPLKLVATIRQI 
LQGEKKAVIEEFHHLPGPFHRKQEELKFTTALGRLQHRVRETRILRESLQQGTKTAQV 
SLKNLIDPPANGTGPSEDLATMLQGTVGDLEATQALVLKRIQIWKRQQQLAGNGTPFE 
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ESLAGLQERCESLVEIYSQLQQE1GAASGELEPKTRASLISRLDEVLRTLVTSSFLVE 

KQPPQVLKTQTKFQAGVRFLLGLQFLGTSAKPPLVRADMVTEKQARELSLPQGSGAGV 

ESTG El M N NTVPLENS VPG NCCSALFKNLLLKKI KRCERKGTESVTEEKCAVLFSTS F 

MLGPNKHLIQLQALSLPLVVIVHGNQDNNAKATILWDNAFSEMDRVPFVVAERVPWEK 

MCETLNLKFMAEVGTSRGLLPEHFLFLAQKIFNDNSLSIEAFQHRCVSWSQFNKEILL 

GRGFTFWQWFDGVLDLTKRCLRSYWSDRLIIGFISKQYVTSLLLNEPDGTFLLRFSDS 

EIGGITIAHVI RGQDGSSQIENIQPFSAKDLSIRSLGDRIRDLAQLKNLYPKKPKDEA 

FRSHYKPEQMGKDGRGYVSTTIKMTVERDQPLPTPEPQMPAMVAPYDLGMAPDASMQL 

SSDMVPHLQMPPTMSQISMPFDQPHPQGLLQCQSQEHAVSSPEPLLCSDVTMAEDSCL 

TQPVQGFPQGTWVSEGMYPPLMPPTEQDLTKLLLEGQGEGGGSIGTQPLLQPSSYGQS 

G ISMSHLDLRTN PSW" [SEQ ID No.13] 
misc feature 4. .348 

/gene= ,, LOC362896 M 

/note="STAT_prot; Region: STAT protein, protein 
interaction domain. STAT proteins (Signal Transducers and 
Activators of Transcription) are a family of transcription 
factors that are specifically activated to regulate gene 
transcription when cells encounter cytokines and growth 
factors. STAT proteins also include an SH2 domain 
pfam00017 n 

/d b_x ref = M C D D : pfam02865 " 
misc feature 370. .81 3 

/gene="LOC362896" 

/note="STAT; Region: STAT protein, all-alpha domain. STAT 
proteins (Signal Transducers and Activators of 
Transcription) are a family of transcription factors that 
are specifically activated to regulate gene transcription 
when cells encounter cytokines and growth factors. STAT 
proteins also include an SH2 domain pfam00017" 
/db xref= w CDD: pfam01017 1 ' 
misc feature 817.. 1581 

/gene="LOC362896 M 

/note="STAT_bind; Region: STAT protein, DNA binding 
domain. STAT proteins (Signal Transducers and Activators 
of Transcription) are a family of transcription factors 
that are specifically activated to regulate gene 
transcription when cells encounter cytokines and growth 
factors. This family represents the DNA binding domain of 
STAT, which has an ig-like fold. STAT proteins also 

Figure 6 (continued) 



SUBSTITUTE SHEET (RULE 26) 



WO 2005/083083 



13/19 



PCT/GB2005/000721 



include an SH2 domain pfam00017 M 

/db xref="CDD: pfam02864 " 
misc feature 1612.. 1848 

/gene="LOC362896" 

/note="SH2; Region: SH2 domain" 

/db xref= ,, CDD: pfam00017 '' 
misc feature 1618.. 1860 

/gene="LOC362896" 

/note="SH2; Region: Src homology 2 domains" 
/db xref="CDD: smart00252 " 

ORIGIN 

1 atgtctctgt ggagtctagt ttccaagatg tccccagaaa aactgcaacg gctctatgtt 
61 gactttccac aacacctgcg gcatcttctg gccgaatggc tggagaatca gccctgggag 
121 ttcctggttg gttcagatgc tttctgttac aacatggcta gtgccctact ttctgccact 
181 gtccagcgtc ttcaggcctc tgcaggagag caggggaaag gaagcagcct cttgcagcac 
241 atcagcacct tggagagcat ctatcagagg gaccccctga agctggtggc caccatcaga 
301 caaatacttc aaggggagaa aaaagctgtt atagaagagt tccaccacct gccagggccc 
361 ttccatcgaa agcaggaaga actcaagttt actacagccc tgggcaggct tcagcaccga 
421 gtaagggaga ccaggattct ccgagaatct ctgcagcagg ggaccaagac tgcgcaagtg 
481 tctctgaaga acttgataga ccctcctgcc aatggcactg gtccaagtga ggatctggcc 
541 acgatgctgc aggggactgt gggggacttg gaggccaccc aggctctagt gctgaaaagg 
601 attcagattt ggaagcggca acagcagctg gcagggaatg gcacaccctt tgaggagagc 
661 ctggcagggc tgcaggagag gtgtgaaagc ctggtggaaa tttattccca gctgcagcag 
721 gagattggag cagccagtgg ggagcttgag cccaagaccc gggcatcgct cataagccgt 
781 ctggatgaag tcctgcgaac cctcgtgacc agctctttcc tggtggagaa gcagccccca 
841 caggttctga agacacagac taagtttcag gctggggttc gattcctact gggtctgcag 
901 ttcctaggga cctcagccaa gcctccactg gtcagagctg acatggtgac agagaaacag 
961 gccagagaac taagcctgcc ccaggggtct ggggctggag tggagagcac aggagagatc 
1021 atgaacaata ctgtacctct ggagaacagt gttcctggga actgctgctc tgccctcttc 
1081 aagaacctgc tcctgaagaa aatcaagcgc tgtgagcgga agggtacaga gtctgtcacc 
1 141 gaagagaagt gcgctgtgct cttctctacg agcttcatgc tgggccccaa caaacacctc 
1201 atccagcttc aggccctgtc tctgcccttg gtggtcatcg ttcatggcaa ccaagacaac 
1261 aatgccaaag ctaccatcct gtgggataat gccttctctg agatggaccg agtgcccttt 
1321 gtggtagctg agcgagtgcc ctgggagaaa atgtgtgaaa ctctgaacct caagtttatg 
1381 gctgaggtgg ggaccagccg gggactgcta ccagaacact tcctgttcct ggcccagaag 
1441 atcttcaatg acaacagcct tagcatagag gcctttcagc accgctgtgt gtcttggtca 
1501 cagttcaaca aggagattct actgggccga ggcttcactt tttggcagtg gtttgatggt 
1561 gtcctggacc tcactaaacg ctgtcttcgg agctactggt cagatcggct gatcatcggc 
1621 tttatcagta agcaatatgt cactagcctt ctcctcaacg agccagatgg aaccttcctc 
1681 ctccgcttta gcgactctga gattgggggc atcaccattg cccatgtcat ccggggtcag 
1741 gatggctcct cacagataga gaacatccag ccgttttctg ccaaagacct atccattcgc 
1801 tcactggggg accgaatccg agatcttgct caattaaaaa acctctaccc caagaaaccc 
1861 aaggatgagg cttttcggag ccactataag ccggaacaga tgggaaagga cgggaggggt 
1921 tatgtctcaa ctactatcaa gatgactgtg gaaagggacc agccccttcc tactccagag 
1981 ccccagatgc ctgccatggt ggccccttat gatcttggaa tggcccctga tgcttccatg 
2041 caactcagct cagatatggt gcctcacctt caaatgcccc ccaccatgag ccagataagc 
2101 atgccctttg accagcctca tccccagggc ctgctccagt gccagtccca ggagcatgcg 
2161 gtgtccagcc ctgaaccctt gctgtgttca gatgtcacta tggcggaaga cagctgccta 
2221 actcagcctg tgcaaggttt cccccagggc acctgggtca gcgaaggcat gtaccctccc 
2281 ctgatgcctc ccactgaaca ggacctcacc aagcttctcc tagagggcca aggggaaggt 
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2341 ggaggatcca tagggactca gcccctcctg caaccatctt cttatgggca atcggggatc 
2401 tcaatgtccc acctggacct aaggaccaac cccagttggt ga [SEQ ID No. 14] 
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